Taf10 -Repression
Supplementary table 1: Gene Ontology categories of genes affected by Taf10 and dAda2a mutation with altered expression patterns compared to control.
GOTERM_BP_FAT GO:0048645~organ formation  20  0,7  4,87E-06  1,23E-02  1,51E-04  GOTERM_BP_FAT  GO:0007472~wing disc morphogenesis  63  2,3  7,63E-06  1,93E-02  2,34E-04  GOTERM_BP_FAT  GO:0001738~morphogenesis of a polarized epithelium  28  1,0  7,70E-06  1,94E-02  2,34E-04  GOTERM_BP_FAT  GO:0016271~tissue death  28  1,0  7,70E-06  1,94E-02  2,34E-04  GOTERM_BP_FAT  GO:0007559~histolysis  28  1,0  7,70E-06  1,94E-02  2,34E-04  GOTERM_BP_FAT  GO:0010623~developmental programmed cell death  11  0,4  7,77E-06  1,96E-02  2,33E-04  GOTERM_BP_FAT  GO:0048598~embryonic morphogenesis  64  2,4  9,48E-06  2,39E-02  2,81E-04  GOTERM_BP_FAT  GO:0007476~imaginal disc-derived wing morphogenesis  62  2,3  1,15E-05  2,90E-02  3,38E-04  GOTERM_BP_FAT  GO:0035222~wing disc pattern formation  27  1,0  1,36E-05  3,41E-02  3,94E-04  GOTERM_BP_FAT  GO:0042067~establishment of ommatidial polarity  21  0,8  1,46E-05  3,65E-02  4,17E-04  GOTERM_BP_FAT  GO:0007610~behavior  105  3,9  1,62E- GOTERM_BP_FAT  GO:0035295~tube development  32  1,2  1,89E-04  3,83E-01  4,19E-03  GOTERM_BP_FAT  GO:0007059~chromosome segregation  36  1,3  2,06E-04  4,09E-01  4,52E-03  GOTERM_BP_FAT  GO:0048511~rhythmic process  20  0,7  2,13E-04  4,19E-01  4,64E-03  GOTERM_BP_FAT  GO:0048592~eye morphogenesis  68  2,5  2,31E-04  4,44E-01  4,97E-03  GOTERM_BP_FAT  GO:0007367~segment polarity determination  17  0,6  2,38E-04  4,55E-01  5,09E-03  GOTERM_BP_FAT  GO:0001745~compound eye morphogenesis  64  2,4  2,49E-04  4,70E-01  5,28E-03  GOTERM_BP_FAT  GO:0035017~cuticle pattern formation  13  0,5  2,49E-04  4,70E-01  5,23E-03  GOTERM_BP_FAT  GO:0007422~peripheral nervous system development  29  1,1  2,83E-04  5,14E-01  5,90E-03  GOTERM_BP_FAT  GO:0007280~pole cell migration  11  0,4  3,22E-04  5,60E-01  6,65E-03  GOTERM_BP_FAT  GO:0007350~blastoderm segmentation  57  2,1  3,22E-04  5,60E-01  6,60E-03  GOTERM_BP_FAT  GO:0048103~somatic stem cell division  14  0,5  3,23E-04  5,61E-01  6,56E-03  GOTERM_BP_FAT  GO:0009968~negative regulation of signal transduction  32  1,2  3,43E-04  5,83E-01  6,91E-03  GOTERM_BP_FAT  GO:0043067~regulation of programmed cell death  34  1,3  3,51E-04  5,92E-01  7,03E-03  GOTERM_BP_FAT  GO:0010648~negative regulation of cell communication  32  1,2  4,14E-04  6,52E-01  8,22E-03  GOTERM_BP_FAT  GO:0007611~learning or memory  26  1,0  4,18E-04  6,56E-01  8,24E-03  GOTERM_BP_FAT  GO:0008406~gonad development  14  0,5  4,84E-04  7,09E-01  9,44E-03  GOTERM_BP_FAT  GO:0048608~reproductive structure development  14  0,5  4,84E-04  7,09E-01  9,44E-03  GOTERM_BP_FAT  GO:0007450~dorsal/ventral pattern formation, imaginal disc  21  0,8  5,04E-04  7,23E-01  9,75E-03  GOTERM_BP_FAT  GO:0007623~circadian rhythm  19  0,7  5,05E-04  7,24E-01  9,70E-03  GOTERM_BP_FAT  GO:0016198~axon choice point recognition  11  0,4  5,49E-04  7,53E-01  1,05E-02  GOTERM_BP_FAT  GO:0035051~cardiac cell differentiation  11  0,4  5,49E-04  7,53E-01  1,05E-02  GOTERM_BP_FAT  GO:0008354~germ cell migration  16  0,6  6,08E-04  7,88E-01  1,15E-02  GOTERM_BP_FAT  GO:0046668~regulation of retinal cell programmed cell death  10  0,4  6,14E-04  7,91E-01  1,15E-02  GOTERM_BP_FAT  GO:0035290~trunk segmentation  10  0, GOTERM_BP_FAT  GO:0007498~mesoderm development  45  1,0  1,66E-05  4,76E-02  2,95E-04  GOTERM_BP_FAT  GO:0048610~reproductive cellular process  180  4,1  1,67E-05  4,80E-02  2,96E-04  GOTERM_BP_FAT  GO:0007419~ventral cord development  21  0,5  1,78E-05  5,12E-02  3,15E-04  GOTERM_BP_FAT  GO:0031328~positive regulation of cellular biosynthetic process  67  1,5  1,94E-05  5,55E-02  3,40E-04  GOTERM_BP_FAT  GO:0009891~positive regulation of biosynthetic process  67  1,5  1,94E-05  5,55E-02  3,40E-04  GOTERM_BP_FAT  GO:0045944~positive regulation of transcription from RNA polymerase II promoter  29  0,7  1,95E-05  5,57E-02  3,39E-04  GOTERM_BP_FAT  GO:0007480~imaginal disc-derived leg morphogenesis  20  0,5  2,10E-05  6,00E-02  3,64E-04  GOTERM_BP_FAT  GO:0035127~post-embryonic limb morphogenesis  20  0,5  2,10E-05  6,00E-02  3,64E-04  GOTERM_BP_FAT  GO:0035239~tube morphogenesis  42  0,9  2,40E- 
